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5 ABK92167 



lrGluLysProThrAspAlaTyrGlyGluLeuAspPheThrGlyAlaGlyArgLysHis 2 4 



Qy 25 SerAsnPheLeuArgLeuSerAspArgThrAspProAlaAlaValTyrSerLeuValThr 44 

Db 63 AGCAATTTCCTCCGGCTCTCTGACCGAACGGATCCAGCTGCAGTTTATAGTCTGGTCACA 122 

Qy 45 ArgThrTrpGlyPheArgAlaProAsnLeuValValSerValLeuGlyGlySerGlyGly 6 4 

Db 123 CGCACATGGGGCTTCCGTGCCCCGAACCTGGTGGTGTCAGTGCTGGGGGGATCGGGGGGC 182 

Qy 65 ProValLeuGlnThrTrpLeuGlnAspLeuLeuArgArgGlyLeuValArgAlaAlaGln 84 

Db 183 CCCGTCCTCCAGACCTGGCTGCAGGACCTGCTGCGTCGTGGGCTGGTGCGGGCTGCCCAG 242 

Qy ly 104 

Db 243 AGCACAGGAGCCTGGATTGTCACTGGGGGTCTGCACACGGGCATCGGCCGGCATGTTGGT 302 

Qy 105 ValAlaValArgAspHlsGlnMetAlaSerThrGlyGlyThrLysValValAlaMetGly 124 

Db 303 GTGGCTGTACGGGACCATCAGATGGCCAGCACTGGGGGCACCAAGGTGGTGGCCATGGGT 362 

Qy 12 5 ValAlaProTrpGlyValValArgAsnArgAspThrLeuIleAsnProLysGlySerPhe 144 

Db 363 GTGGCCCCCTGGGGTGTGGTCCGGAATAGAGACACCCTCATCAACCCCAAGGGCTCGTTC 422 

Qy 145 ProAlaArgTyrArgTrpArgGlyAspProGluAspGlyValGlnPheProLeuAspTyr 164 

Db 423 CCTGCGAGGTACCGGTGGCGCGGTGACCCGGAGGACGGGGTCCAGTTTCCCCTGGACTAC 482 

Qy 165 AsnTyrSerAlaPhePheLeuValAspAspGlyThrHisGlyCysLeuGlyGlyGluAsn 184 

Db 483 AACTACTCGGCCTTCTTCCTGGTGGACGACGGCACACACGGCTGCCTGGGGGGCGAGAAC 542 

Qy 185 ArgPheArgLeuArgLeuGluSerTyrlleSerGlnGlnLysThrGlyValGlyGlyThr 204 

Db 5 43 CGCTTCCGCTTGCGCCTGGAGTCCTACATCTCACAGCAGAAGACGGGCGTGGGAGGGACT 6 02 

Qy 205 GlylleAspIleProValLeuLeuLeuLeuIleAspGlyAspGluLysMetLeuThrArg 224 

Db 603 GGAATTGACATCCCTGTCCTGCTCCTCCTGATTGATGGTGATGAGAAGATGTTGACGCGA 662 

Qy 225 IleGluAsnAlaThrGlnAlaGlnLeuProCysLeuLeuValAlaGlySerGlyGlyAla 244 

Db 66 3 ATAGAGAACGCCACCCAGGCTCAGCTCCCATGTCTCCTCGTGGCTGGCTCAGGGGGAGCT 72 2 

Qy 245 AlaAspCysLeuAlaGluThrLeuGluAspThrLeuAlaProGlySerGlyGlyAlaArg 264 

Db 723 GCGGACTGCCTGGCGGAGACCCTGGAAGACACTCTGGCCCCAGGGAGTGGGGGAGCCAGG 782 

Qy 265 GlnGlyGluAlaArgAspArglleArgArgPhePheProLysGlyAspLeuGluValLeu 284 

Db 783 CAAGGCGAAGCCCGAGATCGAATCAGGCGTTTCTTTCCCAAAGGGGACCTTGAGGTCCTG 842 

Qy 285 GlnAlaGlriValGluArgIleMetThrAr ? ly 5 l,l--leuleuThrValTyrSerSerGlu 304 

Db 8 43 CAGGCCCAGGTGGAGAGGATTATGACCCGGAAGGAGCTCCTGACAGTCTATTCTTCTGAG 9 02 

Qy 30 5 AspGlySerGluGluPheGluThrlleValLeuLysAlaLeuValLysAlaCysGlySer 32 4 

Db 903 GATGGGTCTGAGGAATTCGAGACCATAGTTTTGAAGGCCCTTGTGAAGGCCTGTGGGAGC 962 

Qy ei T e lAspGluLeuArgLeuAlaValAlaTrpAsnArgValAsp 344 

Db 96 3 TCGGAGGCCTCAGCCTACCTGGATGAGCTGCGTTTGGCTGTGGCTTGGAACCGCGTGGAC 1022 

Qy 345 IleAlaGlnSerGluLeuPheArgGlyAspIleGlnTrpArgSerPheHisLeuGluAla 364 

Db 1023 ATTGCCCAGAGTGAACTCTTTCGGGGGGACATCCAATGGCGGTCCTTCCATCTCGAAGCT 1082 

Qy AlaLeuLeuAsnAspArgProGluPheValArgLeuLeuIleSerHis 384 

Db 1083 TCCCTCATGGACGCCCTGCTGAATGACCGGCCTGAGTTCGTGCGCTTGCTCATTTCCCAC 1142 



Qy 385 GlyLeuSerLeuGlyHisPheLeuThrProMetArgLeuAlaGlnLeuTyrSerAlaAla 404 



Db 1143 GGCCTCAGCCTGGGCCACTTCCTGACCCCGATGCGCCTGGCCCAACTCTACAGCGCGGCG 12 02 

Qy 405 ProSerAsnSerLeuIleArgAsnLeuLeuAspGlnAlaSerHisSerAlaGlyThrLys 424 

Db 1203 ATCCGCAACCTTTTGGACCAGGCGTCCCACAGCGCAGGCACCAAA 1262 

Qy 425 AlaProAlaLeuLysGlyGlyAlaAlaGluLeuArgProProAspValGlyHisValLeu 444 

Db 126 3 GCCCCAGCCCTAAAAGGGGGAGCTGCGGAGCTCCGGCCCCCTGACGTGGGGCATGTGCTG 13 2 2 

Qy 445 ArgMetLeuLeuGlyLysMetCysAlaProArgTyrProSerGlyGlyAlaTrpAspPro 464 

Db 132 3 AGGATGCTGCTGGGGAAGATGTGCGCGCCGAGGTACCCCTCCGGGGGCGCCTGGGACCCT 13 82 

Qy 46 5 HisProGlyGlnGlyPheGlyGluSerMetTyrLeuLeuSerAspLysAlaThrSerPro 48 4 

Db 1442 

Qy 485 LeuSerLeuAspAlaGlyLeuGlyGlnAIa?r"7rpSerA?pLeuLeuLeuTrpAlaLeu 504 

Db 1443 CTCTCGCTGGATGCTGGCCTCGGGCAGGCCCCCTGGAGCGACCTGCTTCTTTGGGCACTG 15 02 

Qy 50 5 LeuLeuAsnArgAlaGlnMetAlaMetTyrPheTrpGluMetGlySerAsriAlaValSer 52 4 

Db 1503 TTGCTGAACAGGGCACAGATGGCCATGTACTTCTGGGAGATGGGTTCCAATGCAGTTTCC 1562 

Qy 525 SerAlaLeuGlyAlaCysLeuLeuLeuArgValMetAlaArgLeuGluProAspAlaGlu 544 

Db 156 3 TCAGCTCTTGGGGCCTGTTTGCTGCTCCGGGTGATGGCACGCCTGGAGCCTGACGCTGAG 1622 

Qy 545 GluAlaAlaArgArgLysAspLeuAlaPheLysPheGluGlyMetGlyValAspLeuPhe 564 

Db 1623 GAGGCAGCACGGAGGAAAGACCTGGCGTTCAAGTTTGAGGGGATGGGCGTTGACCTCTTT 1682 

Qy 565 GlyGluCysTyrArgSerSerGluValArgAlaAlaArgLeuLeuLeuArgArgCysPro 584 

Db 1683 GGCGAGTGCTATCGCAGCAGTGAGGTGAGGGCTGCCCGCCTCCTCCTCCGTCGCTGCCCG 1742 

Qy 585 LeuTrpGlyAspAlaThrCysLeuGlnLeuAlaMetGlnAlaAspAlaArgAlaPhePhe 604 

Db 1743 CTCTGGGGGGATGCCACTTGCCTCCAGCTGGCCATGCAAGCTGACGCCCGTGCCTTCTTT 1802 

Qy 605 AlaGlnAspGlyValGlnSerLeuLeuThrGlnLysTrpTrpGlyAspMetAlaSerThr 624 

Db 1803 GCCCAGGATGGGGTACAGTCTCTGCTGACACAGAAGTGGTGGGGAGATATGGCCAGCACT 1862 

Qy 625 ThrProIleTrpAlaLeuValLeuAlaPhePheCysProProLeuIleTyrThrArgLeu 644 

Db 186 3 ACACCCATCTGGGCCCTGGTTCTCGCCTTCTTTTGCCCTCCACTCATCTACACCCGCCTC 1922 

Qy 645 IleThrPheArgLysSerGluGluGluProThrArgGluGluLeuGluPheAspMetAsp 664 

Db 1923 ATCACCTTCAGGAAATCAGAAGAGGAGCCCACACGGGAGGAGCTAGAGTTTGACATGGAT 1982 

Qy 2U 684 

Db 1983 AG! r T t TGGAAGGGCCTGTCGGGACGGCGGACCCAGCCGAGAAGACGCCGCTG 2 0 42 

Qy rg 704 

Db 2 0 43 GGGGTCCCGCGCCAGTCGGGCCGTCCGGGTTGCTGCGGGGGCCGCTGCGGGGGGCGCCGG 2102 

Qy 705 CysLeuArgArgTrpPheHisPheTrpGlyAlaProValThrllePheMetGlyAsnVal 724 

Db 2103 TGCCTACGCCGCTGGTTCCACTTCTGGGGCGCGCCGGTGACCATCTTCATGGGCAACGTG 2162 

Qy 725 ValSerTyrLeuLeuPheLeuLeuLeuPheSerArgValLeuLeuValAspPheGlnPro 744 

Db 2163 GTCAGCTACCTGCTGTTCTTGCTGCTTTTCTCGCGGGTGCTGCTCGTGGATTTCCAGCCG 2222 

Qy 745 AlaProPrc GlySerLeuGluLeuLeuLeuTyrPheTrpAlaPheThrLeuLeuCysGlu 764 

Db 2 22 3 GCGCCGCCCGGCTCCCTGGAGCTGCTGCTCTATTTCTGGGCTTTCACGCTGCTGTGCGAG 22 82 

Qy 76 5 GluLeuArgGlnGlyLeuSerGlyGlyGlyGlySerLeuAlaSerGlyGlyProGlyPro 78 4 



2 2 83 GAACTGCGCCAGGGCCTGAGCGGAGGCGGGGGCAGCCTCGCCAGCGGGGGCCCCGGGCCT 23 42 

78 5 GlyHisAlaSerLeuSerGlnArgLeuArgLeuTyrLeuAlaAspSerTrpAsnGlnCys 80 4 

2 3 43 GGCCATGCCTCACTGAGCCAGCGCCTGCGCCTCTACCTCGCCGACAGCTGGAACCAGTGC 2 4 0 2 

8 0 5 AspLeuValAlaLeuThrCysPheLeuLeuGlyValGlyCysArgLeuThrProGlyLeu 8 2 4 

2403 3A T^ T " T T ACCTGCTTCCTCCTGGGCGTGGGCTGCCGGCTGACCCCGGGTTTG 2462 

82 5 TyrHisLeuGlyArgThrValLeuCysIleAspPheMetValPheThrValArgLeuLeu 8 44 

2 46 3 TACCACCTGGGCCGCACT 3TCCTCTGCATCGACTTCATGGTTTTCACGGTGCGGCTGCTT 2522 

8 45 HisIlePheThrValAsnLysGlnLeuGlyProLysIleVallleValSerLysMetMet 86 4 
2 52 3 CACATCTTCACGGTCAACAAACAGCTGGGGCCCAAGATCGTCATCGTGAGCAAGATGATG 2 5 8 2 

865 LysAspValPhePhePheLe F eF eLeuGlyValTrpLeuValAlaTyrGlyValAla 884 

2 583 AAGGACGTGTTCTTCTTCCTCTTCTTCCTCGGCGTGTGGCTGGTAGCCTATGGCGTGGCC 2 6 42 

885 ThrGluGlyLeuLeuArgProArgAspSerAspPheProSerlleLeuArgArgValPhe 904 

2 6 43 ACGGAGGGGCTCCTGAGGCCACGGGACAGTGACTTCCCAAGTATCCTGCGCCGCGTCTTC 2 702 

905 TyrArgProTyrLeuGlnllePheGlyGlnlleProGlnGluAspMetAspValAlaLeu 92 4 

2 70 3 TACCGTCCCTACCTGCAGATCTTCGGGCAGATTCCCCAGGAGGACATGGACGTGGCCCTC 2 76 2 

92 5 MetGluHisSerAsnCysSerSerGluProGlyPheTrpAlaHisProProGlyAlaGln 9 44 

2 76 3 ATGGAGCACAGCAACTGCTCGTCGGAGCCCGGCTTCTGGGCACACCCTCCTGGGGCCCAG 2 822 

9 45 AlaGlyThrCysValSerGlnTyrAlaAsnTrpLeuValValLeuLeuLeuValllePhe 96 4 
2 82 3 GCGGGCACCTGCGTCTCCCAGTATGCCAACTGGCTGGTGGTGCTGCTCCTCGTCATCTTC 2 8 82 

96 5 LeuLeuValAlaAsnlleLeuLeuValAsnLeuLeuIleAlaMetPheSerTyrThrPhe 984 

2 883 CTGCTCGTGGCCAACATCCTGCTGGTCAACTTGCTCATTGCCATGTTCAGTTACACATTC 2 9 42 

985 GlyLysValGlnGlyAsnSerAspLeuTyrTrpLysAlaGlnArgTyrArgLeuIleArg 1004 

2 9 43 GGCAAAGTACAGGGCAACAGCGATCTCTACTGGAAGGCGCAGCGTTACCGCCTCATCCGG 3 0 0 2 
1005 GluPheHlsSerArgProAlaLeuAlaProProPhelleVallleSerHisLeuArgLeu 102 4 

3 003 GAATTCCACTCTCGGCCCGCGCTGGCCCCGCCCTTTATCGTCATCTCCCACTTGCGCCTC 3 062 
102 5 LeuLeuArgGlnLeuCysArgArgProArgSerProGlnProSerSerProAlaLeuGlu 10 4 4 
3 063 CTGCTCAGGCAATTGTGCAGGCGACCCCGGAGCCCCCAGCCGTCCTCCCCGGCCCTCGAG 3122 
1045 HlsPheArgValTyrLeuSerLysGluAlaGluArgLysLeuLeuThrTrpGluSerVal 106 4 
312 3 CATTTCCGGGTTTACCTTTCTAAGGAAGCCGAGCGGAAGCTGCTAACGTGGGAATCGGTG 3182 
1065 HisLysGluA E eLe le AlaArgAlaArgAspLysA- ^_ SerAspSerGluArg 1084 
318 3 CATAAGGAGAACTTTCTGCTGGCACGCGCTAGGGACAAGCGGGAGAGCGACTCCGAGCGT 32 42 
10 8 5 LeuGluArgThr SerGlnLy sValAspLeuAlaLeuLysGlnLeuGlyHls I leArgGlu 110 4 
3243 CTGGAGCGCACGTCCCAGAAGGTGGACTTGGCACTGAAACAGCTGGGACACATCCGCGAG 3 3 02 
1105 TyrGluGlnArgLeuLysValLeuGluArgGluValGlnGlnCysSerArgValLeuGly 112 4 
3303 TACGAACAGCGCCTGAAAGTGCTGGAGCGGGAGGTCCAGCAGTGTAGCCGCGTCCTGGGG 3362 
1125 TrpValThr 1127 

3363 TGGGTGACG 3371 



